ABSTRACT Candidate biocontrol agent Bacillus velezensis NWUMFkBS10.5 possesses unique genomic characteristics revealed by antiSMASH analysis and in vitro metabolomic elucidation. Besides its capability to produce antimicrobial lipopeptides, further in silico genome profiling predicted the presence of metabolic pathways for synthesizing antioxidants like lampranthin-2, miraxanthin V, and 2-decarboxybetanidin.
Genome Automatic Annotation Pipeline (PGAAP v4.2) (14) for automated annotation and comparison. Default settings were used for all of the bioinformatics analysis.
From the sequencing results with an average read length of 151 bp, a total of 15,010,234 paired-end reads and 7,505,117 clusters were obtained. The size of the NWUMFkBS10.5 genome and number of contigs were 3,964,473 bp and 37, respectively, with a GϩC content of 46.39%. The N 50 value of the raw sequences was 195,609 bp, and a total of 3,918 genes were annotated with PGAAP, including 3,701 coding genes, 51 rRNAs, 42 tRNAs, 5 noncoding RNAs (ncRNAs), and 166 pseudogenes. AntiSMASH 4.0.0rc1 (default parameters) (15) was used to predict the biosynthetic clusters (16 clusters) and bioproducts (bacillibactin, bacilysin, fengycin, difficidin, iturin, macrolactin, mersacidin, surfactin, and bacillaene) present in NWUMFkBS10.5. Based on phylogenomic characterization and Kyoto Encyclopedia of Genes and Genomes (KEGG) platform metabolic modeling (KEGG map, default settings), the strain was also reported to possess unique biosynthetic pathways capable of producing biomolecules (lampranthin-2, miraxanthin V, gomphrenin-1, 2-decarboxybetanidin, and celosianin-2) not previously documented for B. velezensis (8) . This genome sequence should provide further avenues for the biotechnological manipulation of NWUMFkBS10.5 for possible applications outside agroindustry.
Data availability. This whole-genome shotgun project was deposited at DDBJ/ ENA/GenBank under the accession number NZ_NITU01000037 and the assembly accession number GCF_002204665. The version described here is the first version, NZ_NITU01000037.1. The BioProject and BioSample designations for this project are PRJNA388288 and SAMN07174738, respectively. 
